made up of 5= and 3= "moieties" from different genes delineated by the GTTAAAT sequence (or GTTGAGT for bla CTX-M-8 and bla CTX-M-25 group genes). This boundary is artificial, and we believe that this analysis is misleading. The sequence of the bla CTX-M-3 gene from GenBank accession no. Y10278 is proposed to include the 5= moiety of bla CTX-M-15 . As bla CTX-M genes (and other bla genes) are named from the protein sequence and different nucleotide sequences can encode the same protein, this gene was designated bla CTX-M-3a (4) . bla CTX-M-3a and flanking regions are 100% identical to a region from the Kluyvera ascobata chromosome (AJ632119), and this gene has been proposed as a progenitor of other bla CTX-M-1 group genes (5). bla CTX-M-15 could then be derived from bla CTX-M-3a by a single mutation leading to the D240G substitution that results in increased resistance to ceftazidime (6) . The sequences of other genes within each group listed in Table 1 of reference 2 (unmarked, own 5= and 3= moieties; *, 5= moiety contributed by another bla CTX-M gene; **, both 5= and 3= moieties contributed by other bla CTX-M genes) could similarly be derived from bla CTX-M-3a or bla CTX-M-15 by a single nucleotide change resulting in one amino acid substitution (Fig. 1) .
